Ameloblastic carcinoma (AC) is a rare malignant epithelial odontogenic tumor that histologically retains the features of ameloblastic differentiation and exhibits cytological features of malignancy in the primary or recurrent tumor. It may develop within a preexisting ameloblastoma or arise de novo or from an odontogenic cyst. Epidemiological evidence shows that human cancer is generally caused by genotoxic factors, genes involved in the susceptibility of cancer, including those involved in metabolism or detoxification of genotoxic environment and those controlling DNA replication. Nowadays, gene polymorphism has an important role in development of malignant tumor .We report a case series study of ameloblastic carcinoma and ameloblastoma to show the role of PKM2 and MAPK8IP2 polymorphisms in these tumors. The DNA was extracted separately from specimens in paraffin sections of the tumor. Polymorphism of these genes was determined by PCR-RFLP (Polymerase Chain Reaction-Restriction fragment length polymorphism) method. The allele distributions of all samples were in Hardy-Weinberg equilibrium. The genotype and allele distribution in these genes were not statistically different between patients and controls.
Materials and Methods
Clinical and histologic information from 
Discussion
The rare and malignant type of ameloblastoma was mentiond in 1950 in oral pathology book of Dr.
Thoma for the first time (18) . According to our comprehensive studies, Dr.
Carcinci's study was the only and the first specific study on ameloblastic carcinomas affected genes (18) . That was a case-control study and the report was based on only one sample. Due to freshness of the sample, RNA was extracted and cDNA was synthesized. According to Dr. Carcinci's article and due to PKM2 and MAPK8IP2 genes mutations report in esophagus, breast and kidney cancers (24, 26, 27) The techniques and the size of samples may also be changed to improve these investigations. As the PCR-RFLP method has been used in this study, we cannot exclude consequently any nucleotide changes outside the recognition sequences of the restriction enzymes used, in the corresponding genes. Therefore, we suggest sequencing of those genes to find any SNPs or other changes in the genes.
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